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The genus Microtus is one of the most diverse genera in the subfamily Arvicolinae. Consisting of about 70 different species it is one of the fastest radiating mammalian genera (Nowak 1999) . The common vole (Microtus arvalis) is a small rodent widely distributed throughout Eurasia, ranging from the Atlantic coast in France to Central Russia. They experience a range of different climatic conditions from sea level to high altitude in the Alps (Fischer et al. 2011 ) and occupy a variety of different habitats such as farmland and grassland, making it a popular study species in ecological and evolutionary research. The species shows high levels of between population genetic differentiation (Heckel et al. 2005 ) and strong genetic clustering among populations on small scales (Schweizer et al. 2007) . Although previous studies have used partial mitochondrial DNA sequences to show the presence of five main evolutionary lineages and to resolve their phylogenetic positioning within the genus Microtus (Fink et al. 2004) , the complete mitochondrial genome of M. arvalis has not yet been published.
The male M. arvalis used in this study was sampled in 2015 outside the town of Lochow, Germany (52.690640 N, 12.455182 E) under permits from Landesumweltamt Brandenburg (RW-7.1 24.01.01.10). A voucher specimen was deposited at the University of Potsdam, Potsdam, Germany. DNA was extracted using the Qiagen DNeasy kit, built into an Illumina sequencing library and sequenced using an Illumina NextSeq 500. We assembled the full mitochondrial genome using an iterative mapping approach (Hahn et al. 2013 ) with three independent runs utilizing available Arvicolinae as reference bait sequences. Resultant sequences were aligned using Mafft v7.271 (Katoh and Standley 2013 ) and a final consensus sequence was built using Genious v9.0.5 (Kearse et al. 2012 ). We obtained a circular sequence, 16,286 bp in length (GenBank Accession No. MG948434) which was annotated using MITOS (Bernt et al. 2013 ). Finally, a phylogenetic analysis was performed on an alignment of our consensus sequence, all available complete mitochondrial arvicoline sequences and Cricetulus griseus. We produced a maximumlikelihood phylogenetic tree of all 13 protein-coding genes and tRNA genes, with an appropriate partitioning scheme and GTR þ G as the substitution model as determined by PartitionFinder (Lanfear et al. 2012) , with 1000 bootstrap replicates using RAxML-HPC2 on XSEDE v8.2.10 (Stamatakis 2014) on the Cipres server (Miller et al. 2010) (Figure 1) .
Phylogenetic analysis shows a well-supported sister-clade relationship between Arvicolini and Myodini. Furthermore, in concordance with other studies using mitochondrial or nuclear loci (Jaarola et al. 2004; Fink et al. 2010) , we also find M. arvalis to be a sister species of Microtus levis. However, in contrast to Galewski et al. (2006) who used the mitochondrial Cytb and nuclear Ghr genes, we found no support for the recognition of the genus Neodon, as this is found within the genus Microtus, as is the genus Lasiopodomys. Thus, mitogenomic analysis suggests that these genera should be subsumed within the Microtus genus. We hope publication of the mitochondrial genome of M. arvalis will help to understand the phylogenetic relationship within the Arvicolinae and the genus Microtus. 
